Sympodiomycopsis kandeliae sp. nov., a basidiomycetous anamorphic fungus from mangroves, and reclassification of Sympodiomycopsis lanaiensis as Jaminaea lanaiensis comb. nov. , 1993; Suh & Sugiyama, 1994) . During an investigation of epiphytic yeast-like fungi in Taiwan, a novel species of the genus Sympodiomycopsis was detected via sequencing of the internal transcribed spacer 1 (ITS1)-5.8S-ITS2 region and the D1/D2 domain of the large-subunit (LSU) rDNA and was confirmed by DNA-DNA hybridization.
The anamorphic genus Sympodiomycopsis was proposed by Sugiyama et al. (1991) to accommodate one species, Sympodiomycopsis paphiopedili, which was isolated from orchid nectar in Japan. In 2008, Sympodiomycopsis lanaiensis, which was isolated from driftwood in Hawai'i, was described (Mahdi et al., 2008) . The genus Sympodiomycopsis was believed to demonstrate a basidiomycetous affinity when it was proposed in 1991. The septal pore ultrastructure, chemotaxonomic characteristics and the rDNA sequence data revealed that S. paphiopedili belongs to the order Microstromatales (Basidiomycota, Ustilaginomycotina, Exobasidiomycetes) (de Beer et al., 2006; Begerow et al., 2006; Suh et al., 1993; Suh & Sugiyama, 1994) . During an investigation of epiphytic yeast-like fungi in Taiwan, a novel species of the genus Sympodiomycopsis was detected via sequencing of the internal transcribed spacer 1 (ITS1)-5.8S-ITS2 region and the D1/D2 domain of the large-subunit (LSU) rDNA and was confirmed by DNA-DNA hybridization.
Fresh and healthy flowers of Kandelia candel were collected in clean paper bags and transported to the laboratory. Epiphytic fungi were isolated using YM agar (Difco) with 10 % NaCl. After being incubated at 20 u C for 7-14 days, colonies were purified on YM agar with 3 % NaCl. Strains FIRDI 007
T and BCRC 23075 were isolated from a sample collected from the mangrove forest at Singfen Wetland, Hsinchu (northern Taiwan, approx. coordinates: 120u 599 E 24 u 549 N), on 3 June 2004. Strain 07F0494 was isolated from a sample collected from the mangrove forest at Chiku Wetland, Tainan (southern Taiwan, approx. coordinates: 120 u 059 E 23 u 059 N), on 14 April 2007.
Morphological and physiological characteristics were examined using the methods described by Yarrow (1998) . Nuclear DNA intended for use in PCR was extracted using the DNeasy Plant Mini kit (Qiagen).
The ITS region and D1/D2 domain of the LSU rDNA were defined by using primers ITS5/ITS4 (White et al., 1990) and NL1/NL4 (O'Donnell, 1992) . The reaction was performed in a GeneAmp PCR system 9700 (Applied Biosystems) using 30 cycles of the following steps: denaturation at 95 u C for 30 s, annealing at 55 u C for 1 min, and extension at 72 u C for 1 min; final extension at 72 u C for 10 min. Sequencing reactions were performed using the ABI PRISM BigDye Terminator v3.0 ready reaction cycle sequencing kit according to the manufacturer's directions. PCR products were sequenced by using an ABI PRISM 3730 DNA analyser.
Sequences of each strain were aligned by using CLUSTAL X 1.83 (Thompson et al., 1997) . Neighbour-joining and maximum-parsimony phylogenetic analysis was performed using the MEGA4 software package (Tamura et al., 2007) . Maximum-likelihood phylogenetic analysis was performed using the PHYML software package (Guindon & Gascuel, 2003) . Confidence values for the phylogenetic trees were estimated from bootstrap analyses with 1000 replicates.
The isolation and purification of DNA for the determination of DNA base composition, expressed as DNA G+C content, and levels of DNA relatedness were performed using the Genomic DNA Buffer Set and Genomic-tip 500/G (Qiagen). The purified DNA was hydrolysed to nucleosides as described by Tamaoka & Komagata (1984) , and the hydrolysate was analysed by using reversed phase HPLC to determine the DNA base composition expressed in mol% G+C. DNA-DNA relatedness values were determined using the photobiotin-labelling microplate method (Lee et al., 1993 (Lee et al., , 1998 . Hybridizations were performed at 45 u C for 24 h.
Strains FIRDI 007
T and BCRC 23075 had identical LSU rDNA D1/D2 domain and ITS region sequences. The D1/ D2 domain of the LSU rDNA sequence of strains FIRDI 007 T and BCRC 07F0494 differed by three nucleotides. The ITS region sequences of strains FIRDI 007 T and BCRC 07F0494 differed by two nucleotides. Phylogenetic analyses revealed that strains FIRDI 007 T , BCRC 23075 and BCRC 07F0494 belong to the genus Sympodiomycopsis and are clustered within the anamorphic clade of the order Microstromatales (Begerow et al., 2001; de Beer et al., 2006) . Based on combined alignment of the ITS region and the D1/D2 domain of the LSU rDNA, S. paphiopedili was the closest recognized species with strong bootstrap support in the neighbour-joining (Fig.  1) , maximum-parsimony and maximum-likelihood trees (see Supplementary Figs S1 and S2, available in IJSEM Online). In the D1/D2 domain of the LSU rDNA, strain FIRDI 007 T exhibited 2.0 % divergence from S. paphiopedili. In the ITS region, the sequence of strain FIRDI 007 T differed by 10.6 % from that of S. paphiopedili. The result of a BLAST search through GenBank revealed a 97 % similarity between the sequences of the ITS region for strain FIRDI 007 T and the uncharacterized Sympodiomycopsis sp. S6A. Research has shown that the sequence difference in the ITS1 and ITS2 regions within a single yeast species is ,1 % by comparing the sequence difference of the ITS region and the DNA-DNA relatedness values (Sugita et al., 1999a, b; Nagahama Fig. 1 . Neighbour-joining phylogenetic tree of the genus Sympodiomycopsis and related genera based on the combined sequences of the ITS region and D1/D2 domain of the LSU rDNA. Tilletiopsis derxii and Tilletiopsis oryzicola were used as outgroups. Accession numbers for the sequences used in the analysis are given in parentheses (ITS/D1D2 domain of the LSU rDNA). Numbers on branches indicate confidence levels from 1000 replicate bootstrap samplings (.50 %). Bar, 0.02 substitutions per nucleotide position. Table S1 ). Based on the study of nuclear DNA hybridization among yeasts, strains showing DNA-DNA hybridization values of 70 % or more are conspecific (Kurtzman, 1998) . Strain BCRC 07F0494 was conspecific with FIRDI 007 T because their DNA-DNA hybridization value (71 %) was within the range for members of the same species. Low DNA-DNA hybridization values (13-23 %) were observed between S. paphiopedili BCRC 23074
T and strains FIRDI 007 T and BCRC 07F0494. Therefore, strain FIRDI 007
T is considered to represent a novel species in the genus Sympodiomycopsis.
Sympodiomycopsis lanaiensis was described in 2008. In the ITS tree, S. lanaiensis was clustered with S. paphiopedili but with little bootstrap support; however, the D1/D2 tree placed S. lanaiensis and S. paphiopedili on separate branches (Mahdi et al., 2008) . In 2009, the genus Jaminaea was proposed. A phylogenetic analysis based on the D1/D2 domain of the LSU rDNA indicated that Jaminaea angkorensis and S. lanaiensis LM418 T were related; this finding was supported with high bootstrap values (Sipiczki & Kajdacsi, 2009 ) and confirmed by the phylogenetic tree based on the combined sequences of the ITS region and D1/D2 domain of the LSU rDNA (Fig. 1) in this study. Nucleotide divergence in the ITS region is concordant with that in the D1/D2 domain of the LSU rDNA and further suggests that S. lanaiensis and J. angkorensis are closely related to each other (Supplementary Table S2 ). Furthermore, the morphological characteristics of S. lanaiensis LM418 T coincide with the original description of the genus Jaminaea (Sipiczki & Kajdacsi, 2009 ). On the basis of the phylogenetic analysis and phenotypic characteristics, we suggest that S. lanaiensis should be transferred to the genus Jaminaea, and we propose a new combination.
Description of Jaminaea lanaiensis (Mahdi, Statzell-Tallman, Fell Sympodiomycopsis kandeliae (kan.de9li.ae. N.L. n. kandelia a botanical genus name; N.L. gen. n. kandeliae of the plant Kandelia, from which the type strain was isolated).
After 3 days of growth on 5 % malt extract agar at 25 u C, colonies are smooth to velutinous, wrinkled, yellowishwhite to pastel red and have entire or eroded margins. Cells are subglobose, cylindrical or fusiform, and variable in size (3.4-16.862.1-4.2 mm) (Fig. 2) Identification of medically relevant Trichosporon species based on sequences of internal transcribed spacer regions and construction of a 
